We report the 9.2 Mb genome of the azureomycin A and B antibiotic producing strain Amycolatopsis azurea isolated from a Japanese soil sample. The draft genome of strain DSM 43854
, tRNA was predicted by tRNAscan-SE-1.23 [6] and rRNA genes by RNAmmer 1.2 [5] . The genome contains 3 rRNA genes (5S-23S-16S) and 58 aminoacyl-tRNA synthetase genes. The draft genome of A. azurea consists 154 contigs of 9,223,451 bp with an average G + C content of 69.0%. A total of 8603 coding regions (4406 from a positive strand and 4197 from a negative strand) were found in the genome of which 5396 (63%) could be functionally annotated. The genome coding density is 89% with an average gene length of 948 bp. The annotated genome has 117 genes involved in virulence, disease and defense including 61 genes for resistance to antibiotics and toxic compounds such as tetracycline, vancomycin, arsenic and beta-lactamase (Fig. 1) . Five genes are involved in dormancy and sporulation of bacteria. The genome comprises of 55 genes for sulfur metabolism and 47 genes for phosphorus metabolism. The homology searches revealed that the PKS gene clusters are supposed to be responsible for the biosynthesis of naptomycin, macbecin, rifamycin, mitomycin, maduropeptin enediyne, neocarzinostatin enediyne, C-1027 enediyne, calicheamicin enediyne, landomycin, simocyclinone, medermycin, granaticin, polyketomycin, teicoplanin, balhimycin, vancomycin, staurosporine, rubradirin and complestatin. The functional comparison of genome sequences available on the RAST server revealed the closest neighbors of A. azurea as Actinosynnema mirum DSM 43827 (score 536) followed by Streptomyces sp. AA4 (score 432), Saccharomonospora viridis DSM 43017 (score 376) and Rhodococcus jostii RHA1 (score 357).
Nucleotide sequence accession number
The A. azurea DSM 43854
T whole genome shot gun (WGS) project has been deposited at DDBJ/EMBL/GenBank under the project accession number ANMG00000000 of the project (01) and has the accession numbers ANMG01000000 and consists of sequences ANMG01000001-ANMG01000154.
